QC & MAPPING STATISTICS

The following sections provide a summary of the quality controls obtained for your dataset.

QC summary
This section includes QC and statistics after pre processing of the reads — trimming for adapters and low
quality bases and removal of rRNA reads.

On an average 96% of the reads corresponding to 51.86 M reads pass the filtering criteria across all the
samples.
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QC statistics of samples. Numbers are represented in millions



Mapping Summary

This section includes the mapping statistics on the rat genome by STAR alignment tool.
On an average 97% of the reads corresponding to 50.5 M reads mapped on the genome across all the

samples. (Figure 2 & Table 2)
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